: Phylogenetic tree of CDF-like proteins from Medicago, other legumes, tomato, potato and Arabidopsis. The tree was constructed with full length amino acid sequences using the neighbour-joining algorithm implemented in PAUP* (version 4.0). Clades (a-c) of legume proteins have been named as described in Ridge et al. (2016) .
Supplementary
: Alignment of Medicago, Arabidopsis and pea CDF protein sequences showing the highly conserved DOF domain (green box) present in all the proteins and three other domains present in most of the CDF proteins, the N-terminal TOPLESS (TPL) interacting domain (red box) and two C-terminal domains, a putative GI-interacting domain (yellow box) and a FKF1-interacting region (blue). The vectors were pDEST22 (prey vector with the GAL4 activation domain) and pDEST32 (bait vector with GAL4 binding domain). Vectors containing inserts encoding full length CDF proteins were tested while the fragment encoding the KELCH-repeat region of AtFKF1 (amino acids 284 to 619) was used. The positive control interaction was between AtCDF1 and AtFKF1; AtCDF1, as either bait or prey, interacted with AtFKF1 (Imaizumi et al., 2005; Ridge et al., 2016) . One of the Medicago CDFs, MtCDFc1 interacted with AtFKF1 only in one direction, when it was the prey. However, as predicted from the lack of conservation of the C-terminal domains with predicted GI and FKF1 binding functions, there was no evidence of interaction between MtCDFd1_1 and AtFKF1. Similar results were obtained with a second experiment using independent colonies. 

